Supplementary Figure 1 | Characterization of miR-183/96/182 and Rncr4 expression in retina (a-d) and evidence that delay in accumulation of mature miRNAs is specific to pri-miR-183/96/182. (a, b) RT-qPCR analysis of pri-miR-183/96/182 and miR-183/96/182 levels shows enriched expression in the retina when compared to other mouse tissues. Values, normalized to values for the mixture (Mix) of RNAs from different tissues (set to 1), are means ± s.e.m. n = 3. (c) Northern (left panel) and RT-qPCR (right panel) analyses of nuclear (NF) and cytoplasmic (CF) RNA fractions of whole retina (left panel) or photoreceptor layer (right panel) reveal subcellular localization of Rncr4. U1a1 snRNA and brain cytoplasmic ncRNA 1 (BC1), having nuclear and cytoplasmic localization, respectively, were used as controls. (d) Northern analysis detects Rncr4 as a ~1.9 kb transcript in P28 retina (lane 1) and as 1.4 kb transcript when RNA is ectopically expressed in HEK293T cells from plasmid carrying GenBank annotated Rncr4 sequence (lane 2). (e) Rncr4 sequence confirmed by 5'-and 3'-RACE. The additional 5'-
terminal experimentally validated sequence of Rncr4 is in bold. (f) RT-qPCR analysis of mature miR-128 and miR-16 and their pri-miRNAs (note that each of the miRNAs is encoded by two different genes) in developing retina shows lack of the processing delay similar to that seen for miR-183/96/182. Levels of pri-miRNAs (black) and mature miRNAs (red) are normalized to values at P28, which are set to 1. Normalized values are means ± s.e.m. n = 10 retinas per group. 
